ABSTRACT Bacteria belonging to the genus Bacillus and their cognate viruses are easily found in the environment. Soil sampled from Rockingham County, VA, yielded the bacteriophage Ray17, which was isolated on Bacillus amyloliquefaciens. Presented here is the complete genome sequence of the unique bacteriophage Ray17 with 43,733 bp and 75 predicted genes.
peptidoglycan layer (7) . The spacing between the endolysin and holin genes strongly suggested a potential secondary structure similar to that of Escherichia coli bacteriophage lambda, indicating that site-directed initiation may be possible in Ray17 (8) .
There was an additional endolysin gene found in Ray17 that could be a tail lysin; however, it was not found near any other tail structural genes.
The relatively low percent coverage and identity with the most closely related phage, SPP1, determined by using phages catalogued in the Bacillus Phage Database (http://bacillus.phagesdb.org/) for phylogenetic analysis (9) , indicate that phage Ray17 may constitute a new cluster of Bacillus phages.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession number MH752385. The short-read sequences have been deposited under BioProject number PRJNA517682 and BioSample number SAMN10840650.
